SUPPLEMENTARY FIGURES

A FASN GRCh38/hg38
fatty acid synthase [Homo sapiens] chr17:82,078,338-82,098,236
chr17(q25.3) 17013, ST EN 17p12 17 2
\[\] L)lx”o; !:] \;2;; ’ll;"a']' " Consensus CDS: CCDSI1801.1  UniProtKB/Swiss-Prot: P49327  UniProtKB/Swiss-Prot: AOAOUIRQF0

H.sapiens  <S—- I — - NP_004095.4 [2511aa] Ronorvegicus N~ —I- - - NP_059028.1 [2505 aa]

P.troglodytes JE-—N—-—- - XP_511758.2 [2502 aa]
G.gallus - —EE- - NP _990486.2 [2512 aa]

M.mulatta < e~ S XP_001113076.1[2516 aa]
X.tropicalis

Clupus <= I- - XP_005624202.1[2475 aa]
D.melanogaster S—I-—-INSE-E NP 647613.1  [2409 aa]

B.taurus - — - - - NP_001012687.1[2513 aa]
C.elegans - - — -l NP _492417.2 [2613 aa]

- - - XP_002937357.2 [2514 aa)

M.musculus <=~ NP 032014.3 [2504 aa]
Conserved Domains
M PKS DH (smart00826): Dehydratase domain in polyketide synthase (PKS) enzymes.

m PKS_ER (smart00829): Enoylreductase.
M Thioesterase (pfam00975): Thioesterase domain.
M Methyltransf 12 (pfam08242): Methyltransferase domain.

M NADB_Rossmann (¢109931): Rossmann-fold NAD(P)(+)-binding proteins.

m Acyl transf 1 (cl08282): Acyl transferase domain.

m hot_dog (c100509): The hotdog fold was initially identified in the E. coli FabA (beta-hydroxydecanoyl-acyl carrier protein (ACP)-dehydratase)
structure and subsequently in 4HBT (4-hydroxybenzoyl-CoA thioesterase) from Pseudomonas. A number of other seemingly unrelated ...

M Acyl transf 1 (cl08282): Acyl transferase domain.

M NADB_Rossmann (cl09931): Rossmann-fold NAD(P)(+)-binding proteins.

M PP-binding (¢109936): Phosphopantetheine attachment site.

cond_enzymes (¢109938): Condensing enzymes; Family of enzymes that Claisen-like condensation reaction. Members are share strong structural

SImllarlty and are involved in the synthesis and degradation of fatty acids, and the
AdoMet” MTases (cl17173): S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase), class I; AdoMet-MTases are enzymes that

use S-adenosyl-L-methionine (SAM or AdoMet) as a substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy). ..
m Hydrolase 4 (cl19140): Putative lysophospholipase.

Supplementary Figure 1. Structural characteristics of FASN across various species. (A) Genomic location of FASN; (B) Conserved
domains of the FASN protein.
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Supplementary Figure 2. Phylogenetic tree of FASN.
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